We have recently determined through standard molecular cloning methods that Xenopus laevis contains two different nonallelic preproinsulin genes which are very similar to each other (i.e. 94% identity in the coding region) (1). In order to obtain the remaining sequence of the 5'-untranslated regions we used the anchored polymerase chain reaction method as described by others (2,3). We first reverse-transcribed Xenopus pancreatic RNA using an antisense oligonucleotide common to both preproinsulin I and II mRNAs (oligo X, fig. 1 ). The resulting single-stranded DNA was tailed using terminal 3'-deoxyribonucleotide transferase (TdT) and dATP. Amplification was accomplished by PCR using two antisense oligonucleotides, one common to both preproinsulin I and II mRNAs (oligo Y, fig. 1 ), and the second oligonucleotide, oligo-dT2Q. The resulting amplified DNA fragment, approximately 350 base-pairs in length, hybridized strongly to a radiolabeled preproinsulin cDNA probe, and was subcloned for subsequent dideoxy sequence analysis.
